Klebsiella pneumoniae is a nosocomial pathogen usually concerned in hospital out-breaks with a propensity for antibiotic resistance (ABR) to support β-lactam antibiotics and several other antimicrobial classes. The effective feast, spread and infection of the Gram-negative bacterium can be credited to an innumerable of influences comprising host, environmental, virulence factors and a vast diversity of ABR mechanisms. The poor handling consequences and insufficient treatment options are significances of the effective pathogenesis and spread of ABR in the increasingly common in Klebsiella pneumoniae bacterium which producing β-lactamase. This is a comprehensive literature review on Klebsiella exploring all the drug resistance and pathogenicity related issues associated with this bug, it will provide a roadmap to the researcher for further research extension in this field.
The infection of Klebsiella pneumoniae is impaired by its high probable of dispersal in the care units and it can acquire multidrug resistance (MDR). The initiation of Klebsiella pneumoniae with plasmidencoded extended spectrum of beta lactamase (ESBL) action is subsequent in significant illness and death, due to handling failure and consequent septicemia [9].
Virulence factors and gene
There are several virulence factors that have been related to the pathogenesis of Klebsiella spp. infections. Additionally, capsule and adhesins, HMV, quisition system, serum resistance, biofilm formation is common among them [2]. In Klebsiella spp. the important factors for virulence are adhesions like type 1 and 3 fimbriae that give the development of respiratory and urinary tract infection (UTI). Type 1 fim has a role in UTI that's report in Klebsiella pneumoniae [10]. In addition, type 1 pili is too contributing to form some colonies of respiratory tract and urogenital and it's not contribute only UTI but also for development of pneumonia [2]. Presence of rmpA gene has been related through the phenotype HMV in Klebsiella pneumoniae, and it was found more widespread in liver abscess strains as compared in bacteremia isolates. This gene is more commonly perceived between strains from K1/K2 serotypes. Therefore, it is suggesting that this gene might be an indicator of Klebsiella pathogenicity islands which is directly related to virulence [11]. Genes encoding virulence in adhesions (fimH-1, mrkD, kpn, ycfM) among them capsule factor is more virulence because it protects the bacterial cells from phagocytosis and against serum killing [1]. It is found that capsule is factor in numerous animal infection serogroup K1 and 2 were to be mostly lethal in mouse peritonitis model as it is related to another capsular antigen. A skin lesion in mice that was experimentally induce K1 to K5 capsular antigen found more virulent than other antigens [12].
Klebsiella spp. has the capability to use allantoin as a font of N2 [13]. All S gene that is present at the 22 kb region of Klebsiella pneumoniae has been linked to liver infection. Additionally, intra gastric infection in the strain of wild type show a virulence as linked to mutant. Another recognized factor is urease which is responsible for pathogens; it causes an extensive sort of pathologies including peptic ulcers, pyelonephritis and urolithiasis [14]. ureA mutant in Klebsiella pneumoniae have a weekend ability to colonize [15]. ureA mutants in Klebsiella pneumoniae have an attenuated the mouse intestine. The nosocomial infection that is produced by Klebsiella pneumonia, are usually led by gastrointestinal colonization although of the infection localization, so this ability to increasing colonization in that tract make a urease as a factor for virulence [15] . Siderophore are highly affinity extra cellular ferric cheletor which are secreted by bacterial cells they have a serious role in microbial virulence. Klebsiella ferric iron uptake (kfu) is a virulence factor responsible for iron uptake this factor allows Klebsiella to get iron if there is limited iron condition is avaible through the human host 
Multiple β-lactamase-encoding

Klebsiella pneumonia
In the identical strain the carriage of multiple β-lactamase genes is a recognized capability of Klebsiella pneumoniae and it may give rise of this pathogen. All classes of bla genes were stated in this species [70]. It's might possibly be to at all (i) carriage of an ABR plasmid encoding an range of antibiotic resistance genes owed to acquisition of transposons comprising diverse bla genes which is present on the same plasmid or (ii) co-carriage of more than one antibiotic resistance plasmid. Distinct strains might transmit many genes of bla similar the report of a strain in NY City which were secluded from a mucus of a hospitalized persistent, carrying at nearby 10 different genes of bla with a FOX-like plasmid mediated, AmpC, blaKPC, blaSHV and inhibitor resistant β lactamase 
